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AAT GCT CTT CTG GAG CAA CAA GTC CGT GCA CTG GAG AAG GCA AGA TCA 
NALLEQQVRALEKAR S> 
c c c c c M AX BHLH DOMAIN_c c c c c c = 

>HindIII 
I 

4380 4390 4400 

* * * * * | * * 

AGT GCC CAA CTG CAG ACC TGAGGCAA GCTTATC 
S A Q L Q T> 
M AX BHLH DOMAIN_c > 
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>NdeI >BamHI 

I I 
4090 4100 4110 4120 | 4130 

* | * * * * * ★ * * + 

ATATACAT ATG GCT AGC ATG ACT GGT GGA CAG CAA ATG GGT CGG GAT CCT 
MASMTGGQQMGR> 
a a a a a_Fl 0 a a a a a > 

D P> 
b > 

>XhoI 
I 

4140 4150 4160 4170 | 

* * * * ★ * + * # | 

GAC CTG GAA AAA GAG GCC GAA GAG CTG GAG CAG GAA AAC GCT GAA CTC 
DLEKEAEELEQENAE L> 
b b TWO AMP HI PATH I C HEPTAD S (1st PHASE- 783) b b > 

4180 4190 4200 4210 4220 

* * *** * * * * * 

GAG CTG GAA GAC AGC TTT CAC AGT TTG CGG GAC TCA GTC CCA TCA CTC 
E L E> 
b b > 

DSFHSLRDSVPSL> 
c c c c_MAX BHLiH DOMAIN c c c c > 

4230 4240 4250 4260 4270 

* * * * * ***** 

CAA GGA GAG AAG GCA TCC CGG GCC CAA ATC CTA GAC AAA GGA ACA GAG 
Q G EKAS RAQ I L DKAT E> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

4280 4290 4300 4310 4320 

* ** * ** * ** 

TAT ATC CAG TAT ATG CGA AGG AAA AAC CAT ACG CAC CAG CAA GAC ATT 
YI QYMRRKNHTHQQDI> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

4330 4340 4350 4360 4370 

* ** * * * * ** * 

GAT GAC CTC AAG CGG CAG AAT GCT CTT CTG GAG CAA CAA GTC CGT GCA 
DDLKRQNALLEQQVRA> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

>HindIII 
I 

4380 4390 4400 4410 | 4420 

* * * ** * * * | * * 

CTG GAG AAG GCA AGA TCA AGT GCC CAA CTG CAG ACC TGA GGCAAGCTTA 

LEKARS S A Q L Q T> 
c c c MAX BHLH DOMAIN_c c c c > 

TC 



• 
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>NdeI >BamHI 

I I 
4090 4100 4110 4120 | 4130 

* | * * * * * * * * * 

ATATACAT ATG GCT AGC ATG ACT GGT GGA CAG CAA ATG GGT CGG GAT CCT 
MASMTGGQQMG R> 
a a a a a_Fl 0 a a a a a > 

D P> 
b > 

>XhoI 

I 

4140 4150 4160 4170 | 

* ★ * * * * * 

GAC CTG GAA AAA GAG GCC GAA GAG CTG GAG CAG GAA AAC GCT GAA CTC 
DLEKEAEELEQENAE L> 
b b TWO AMPH I PATH I C HEPTAD S (2ND PHASE- 7 84) b b > 

4180 4190 4200 4210 4220 

* * * * * * + * * * 

GAG GAA CTG GAA GAC AGC TTT CAC AGT TTG CGG GAC TCA GTC CCA TCA 

EEL E> 
TWO AMPH > 

DSFHSLRDSVPS> 
c c c M AX BHLH DOMAIN_c c c c > 

4230 4240 4250 4260 4270 

* * # * * * * * * * 

CTC CAA GGA GAG AAG GCA TCC CGG GCC CAA ATC CTA GAC AAA GCA ACA 
LQGEKAS RAQI LDKA T> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

4280 4290 4300 4310 4320 

* *★ * * * * + * 

GAG TAT ATC CAG TAT ATG CGA AGG AAA AAC CAT ACG CAC CAG CAA GAC 
EYIQYMRRKNHTHQQD> 
c c_ c c c MAX BHLH DOMAIN_c c c c c c > 

4330 4340 4350 4360 4370 

* * * * * * * ★ * * 

ATT GAT GAC CTC AAG CGG CAG AAT GCT CTT CTG GAG CAA CAA GTC CGT 
IDDLKRQNALLEQQV R> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

>HindIII 
I 

4380 4390 4400 4410 4420 

* * * * ★ + 

GCA CTG GAG AAG GCA AGA TCA AGT GCC CAA CTG CAG ACC TGAGGCAAGC 

ALEKARS S A Q L Q T> 
c c c c_MAX BHLH DOMAIN c c c c > 



TTATC 
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>NdeI >BamHI 

I I 

4090 4100 4110 4120 j 4130 

ATATACAT ATG GCT AGC ATG ACT GGT GGA CAG CAA ATG GGT CGG GAT CCT 
MASMTGGQQMG R> 
a a a a a_Fl 0 a a a a a > 

D P> 
b > 

>XhoI 

I 

4140 4150 4160 4170 | 

* * * * * * ** * | 

GAC CTG GAA AAA GAG GCC GAA GAG CTG GAG CAG GAA AAC GCT GAA CTC 
DLEKEAEELEQENAE L> 
b b TWO AMPHIPATHIC HEPTAD S (3D PHASE- 785) b b > 

4180 4190 4200 4210 4220 

GAG GAA GAG CTG GAA GAC AGC TTT CAC AGT TTG CGG GAC TCA GTC CCA 

E E E L E> 
TWO AMPH I PAT > 

DSF HSLRDSVP> 
c c c_MAX BHLH DOMAIN c c c > 

4230 4240 4250 4260 4270 

* + * * * * * * ★ * 

TCA CTC CAA GGA GAG AAG GCA TCC CGG GCC CAA ATC CTA GAC AAA GCA 
SLQGEKA5RAQILDKA> 
c c c c c M AX BHLH DOMAIN_c c c c c c > 

4280 4290 4300 4310 4320 

+ ★ * ★ * ★ * * * 

ACA GAG TAT ATC CAG TAT ATG CGA AGG AAA AAC CAT ACG CAC CAG CAA 
T E Y I Q Y M R R K N H T H Q Q> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

4330 4340 4350 4360 4370 

* * * * * * * * * * 

GAC ATT GAT GAC CTC AAG CGG CAG AAT GCT CTT CTG GAG CAA CAA GTC 
DIDDLKRQNALLEQQ V> 
c c c c c MAX BHLH DOMAIN_c c c c c c > 

>HindIII 
I 

4380 4390 4400 4410 4420 

# * * * * # * * * + 

CGT GCA CTG GAG AAG GCA AGA TCA AGT GCC CAA CTG CAG ACC TGAGGCA 
RALEKARSSAQLQ T> 

c c c c MAX BHLH DOMAIN_c c c c c > 

* 

AGCTTATC 



BamHI 10 20 30 40 



GGATCCC AAC GAC AAG AGG CGG ACA CAC AAC GTC TTG GAA CGT CAG AGG 
NDKRRTHNVLERQ R> 
PUTATIVE; NCBI GI : 504 68; CODON_START= 1 ; C-MYC > 

50 60 70 80 90 

★ ★ ★ * ★ * + * * * 

AGG AAC GAG CTG AAG CGC AGC TTT TTT GCC CTG CGT GAC CAG ATC CCT 
RNELKRSFFALRDQ I P> 
PUTATIVE; NCBI GI : 50468; CODON_START= 1 ; C-MYC PROTEIN; > 

100 110 120 130 140 

* * * * ★ * ★ * * * 

GAA TTG GAA AAC AAC GAA AAG GCC CCC AAG GTA GTG ATC CTC AAA AAA 
ELENNEKAPKVVILK K> 
PUTATIVE; NCBI GI : 50468; CODON_START=l ; C-MYC PROTEIN; > 

150 160 170 180 190 

* * ★ ★ ★ * * ** 

GCC ACC GCC TAC ATC CTG TCC ATT CAA GCA GAC GAG CAC AAG CTC ACC 
ATAYILS IQADEHKL T> 
PUTATIVE; NCBI GI : 504 68; CODON_START= 1 ; C-MYC PROTEIN; > 

200 210 220 230 240 

* * * * * * * * * * 

TCT GAA AAG GAC TTA TTG AGG AAA CGA CGA GAA CAG TTG AAA CAC AAA 
SEKDLLRKRREQLKH K> 
PUTATIVE; NCBI GI : 50468; CODON_START= 1 ; C-MYC PROTEIN; > 

250 260 270 

* * * * ★ * ★ 

CTC GAA CAG CTT CGA AAC TCT GGT GCA TAA AAGCTT 
LEQLRNSGA*> 1 ~ . ' 
PUTATIVE; NCBI GI : 50468; CODON > "inaili 
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